SEQUENCE LISTING, 



<110> Thorner, Jeremey 
Alessi, Dario 
Torrance, Pamela 
Casamayor, Antonio 



<120> Screening Methods 
G 

□ 

<130> 002 . 00150 (MEDY/P22233PC) 

G 



□ 

<140> 

G 

<141> 

D 



09/868, 118 
1999-12-14 



D 

<160> 67 

G 



<170> Patentln Ver. 2.0 



<210> 1 

[J 

<211> 11 

i t 

<212> PRT 

D 

<213> Artificial Sequence 



n 

<220> 

C 

<223> Description of Artificial Sequence : peptide 

G 

G 

<400> 1 

G 

Gly Arg Pro Arg Thr Ser Ser Phe Ala Glu Gly 

t * 

15 10 



i_ 

<210> 2 

i" '. 

r 

<211> 8 



<212> 


PRT 






□ 








<213> 
□ 


Artificial Sequence 






□ 








<220> 








□ 








<223> 


Description of Artiricial 


Sequence 


• rr» /-v 4- 4 -F 

: moti z 


□ 
















<400> 


2 






□ 








Thr Phe Cys Gly Thr Xaa Glu Tyr 






□ 








1 


5 






□ 








□ 








□ 








<210> 


3 






□ 








<211> 


6 






□ 








<212> 


PRT 






0 








<213> 


Artificial Sequence 


* 




□ 








□ 








<220> 








□ 








<223> 


Description of Artificial 


bequence 


r itiou i r 


□ 








□ 








<400> 


3 






□ 








Phe Xaa Xaa Phe Ser Phe 






□ 








1 


5 






□ 








□ 









4 

70 
DNA 

Artificial Sequence 



□ 

<210> 

□ 

<211> 

D 

<212> 

<213> 
D 



<220> 
□ 



<223> Description of Artificial Sequence: per primer 

□ 

□ 

<400> 4 
□ 

cgggatccgc caccatggag cagaagctga tctctgaaga ggacttgtat ttgataagga 
□ 

taattccatg 



□ 

<210> 5 

□ 

<211> 39 

□ 

<212> DNA 
D 

<213> Artificial Sequence 
□ 

□ 

<220> 
G 

<223> Description of Artificial Sequence: per primer 

□ 

□ 

<400> 5 

n 

! I 

ataagaatgc ggccgcttac gacctcttcg attttgeag 

□ 

□ 

<210> 6 

□ 

<211> 76 

n 

<212> DNA 
□ 

<213> Artificial Sequence 

fj 

n 

<220> 

<223> Description of Artificial Sequence:pcr primer 



Li 

<400> 6 

Q 

ataagaatgc ggccgctgcc accatggagc agaacctgtc tctgaagagg acttgggaaa 
taggtcttga cagagg 



<210> 7 



<211> 38 

□ 

<2L2> DNA 

□ 

<213> Artificial Sequence 

□ 

□ 

<220> 
□ 

<223> Description of Artificial Sequence :pcr primer 
□ 

D 

<400> 7 

□ 

ataagaatgc ggccgctcat ttttcatctg tccgtgtc 38 



□ 

<210> 8 

□ 

<211> 60 

□ 

<212> DNA 

□ 

<213> Artificial Sequence 

□ 

□ 

<220> 
□ 

<223> Description of Artificial Sequence: per primer 

0 

□ 

<400> 8 
□ 

ggatccgcca ccatgtaccc atacgatgtg ccagattacg cctattcttg gaagtttaag 60 

D 



<212> DNA 
n 

i i 

<213> Artificial Sequence 

G 

□ 

<220> 



□ 



□ 

<210> 

□ 

<211> 



28 



9 



<223> 



Description of Artificial Sequence:pcr primer 



I i 



<400> 



9 



ggtaccctat ctaatgcttc taccttgc 
D 



28 



<210> 10 

n 

<211> 59 

□ 

<212> DNA 
□ 

<213> Artificial Sequence 
□ 

□ 

<220> 
□ 

<223> Description of Artificial Sequence :pcr primer 

□ 

□ 

<400> 10 

aagtaacatc ttgatgaacc gagaagccac taactagttt tgtgcaccat aattttccg 59 

□ 

□ 

<210> 11 

□ 

<211> 56 
□ 

<212> DNA 
D 

<213> Artificial Sequence 

□ 

□ 

<220> 

i — i 
i j 

<223> Description of Artificial Sequence :pcr primer 
□ 

□ 

* <400> 11 
□ 

taagtagctt gatgaaaaca ttagataaaa ttactaatta ccgtcgagtt caagag 56 



<210> 12 
□ 

<211> 59 
□ 

<212> DNA 
D 

<213> Artificial Sequence 
□ 



□ 

<220> 

D 



<223> Description of Artificial Sequence :pcr primer 



<400> 12 

fj 

gcacgtgtac ttgcttgaat actgctacta tatcattaat atggtactga gagtgcacc 59 

□ 

□ 

<210> 13 

n 

<211> 61 

□ 

<212> DNA 

n 

<213> Artificial Sequence 

□ 

G 

<220> 
n 

<223> Description of Artificial Sequence: per primer 

□ 

□ 

<400> 13 

□ 

tattatgeat tacactttcc ccttcaccat gtcttacata tgcatccgca ggcaagtgca 60 

□ 



<210> 14 
□ 

<211> 18 

□ 

<212> DNA 

□ 

<213> Artificial Sequence 

n 

□ 

<220> 

<223> Description of Artificial Sequence: per primer 

□ 



<400> 14 

□ 

tgccctcgaa gacatggc 



<210> 15 

u 

<211> 21 



<212> DNA 
□ 

<213> Artificial Sequence 

D 

G 

<220> 
□ 

<223> Description of Artificial Sequence: per primer 

0 

G 

<400> 15 

u 

cttgaacaca gtaagtaacg g 
□ 

□ 

<210> 16 
□ 

<211> 21 

□ 

<212> DNA 
□ 

<213> Artificial Sequence 

G 

□ 

<220> 

□ 

<223> Description of Artificial Sequence: per primer 
□ 

G 

<400> 16 

G 

gcttgactca attaaggega c 

G 

G 

<210> 17 
□ 

<211> 18 

G 

<212> DNA 
G 

<213> Artificial Sequence 

G 

G 

<220> 

G 

<223> Description of Artificial Sequence: per primer 

G 

□ 

<400> 17 
G 

acatgettag ttaactcc 

n 



D 

<210> 18 
□ 

<211> 29 
□ 

<212> DNA 

□ 

<213> Artificial Sequence 
□ 

□ 

<220> 
□ 

<223> Description of Artificial Sequence: per primer 

□ 

□ 

<400> 18 

□ 

ggggtacege ttgactcaat taaggegae 

D 

□ 

<210> 19 

□ 

<211> 40 

□ 

<212> DNA 
□ 

<213> Artificial Sequence 

□ 

□ 

<220> 

□ 

<223> Description of Artificial Sequence: per primer 
□ 

□ 

<400> 19 

□ 

cttcagagat cagcttctgc tccatattaa tgatatagta 

□ 

□ 

<210> 20 

□ 

<211> 22 

□ 

<212> DNA 

D 

<213> Artificial Sequence 

D 



<220> 

G 

<223> Description of Artificial Sequence:pcr primer 



D 

<400> 20 

□ 

acacgatctc agccgtgtaa aa 

□ 

□ 

<210> 21 

□ 

<211> 20 

□ 

<212> DNA 
□ 

<213> Artificial Sequence 

□ 

□ 

<220> 

□ 

<223> Description of Artificial Sequence: per primer 

0 

□ 

<400> 21 

□ 

aattaaccct cactaaaggg 

□ 

□ 

<210> 22 

□ 

<211> 40 

□ 

<212> DNA 

□ 

<213> Artificial Sequence 

Q 

□ 

<220> 

□ 

<223> Description of Artificial Sequence: per primer 

□ 

□ 

<400> 22 

□ 

ttcagaaatc aacttttgtt etctaatget tctaccttgc 



<210> 23 

Q 

<211> 7 

r~- 

<212> PRT 

□ 

<213> Artificial Sequence 

□ 



r 



□ 

<220> 

<223> Description of Artificial Sequence : peptide 

LJ 
□ 

<400> 23 

□ 

Arg Pro Arg Thr Ser Ser Phe 
□ 

1 5 

□ 
□ 
□ 

<210> 24 
□ 

<211> 7 
□ 

<212> PRT 
□ 

<213> Artificial Sequence 

□ 



□ 

<220> 
□ 

<223> Description of Artificial Sequence : peptide 
□ 

□ 

<400> 24 
□ 

Lys Pro Arg Thr Ser Ser Phe 

□ 

1 5 

□ 



□ 

<210> 25 
□ 

<211> 7 
□ 

<212> PRT 

n 

<213> Artificial Sequence 
D 



□ 

<220> 
□ 

<223> Description of Artificial Sequence : peptide 

D 



□ 



<400> 25 
□ 

Arg Pro Lys Thr Ser Ser Phe 

□ 

1 5 

□ 



□ 



□ 

<210> 26 
□ 

<211> 7 

□ 

<212> PRT 
□ 

<213> Artificial Sequence 
□ 



□ 

<220> 
□ 

<223> Description of Artificial Sequence : peptide 

□ 



□ 

<400> 26 

□ 

Arg Pro Arg Thr Ser Ala Phe 

□ 

1 5 

□ 



□ 

<210> 27 
□ 

<211> 6 

□ 

<212> PRT 
□ 

<213> Artificial Sequence 
□ 



□ 

<220> 
□ 

<223> Description of Artificial Sequence : peptide 
□ 



□ 

<400> 27 

□ 

Pro Arg Thr . Ser Ser Phe 

n 



□ 



□ 

<210> 28 
□ 

<211> 6 

□ 

<212> PRT 
□ 

<213> Artificial Sequence 
□ 

□ 

<220> 

□ 

<223> Description of Artificial Sequence : peptide 
□ 

□ 

<400> 28 
□ 

Arg Pro Arg Thr Ser Ser 

□ 

1 5 

□ 
□ 
□ 

<210> 29 
□ 

<211> 10 
□ 

<212> PRT 
□ 

<213> Artificial Sequence 

□ 

□ 

<220> 
□ 

<223> Description of Artificial Sequence : peptide 
□ 

Q 

<400> 29 

□ 

Lys Lys Arg Asn Arg Thr Leu Ser Val Ala 

□ 

15 10 

G 



<210> 30 

G 

<211> 10 



<212> PRT 



<213> Artificial Sequence 
□ 



<220> 
□ 

<223> Description of Artificial Sequence : peptide 

□ 

□ 

<400> 30 

□ 

Lys Lys Lys Asn Arg Thr Leu Ser Val Ala 

□ 

15 10 

□ 
□ 
□ 

<210> 31 

□ 

<211> 10 

□ 

<212> PRT 

□ 

<213> Artificial Sequence 

□ 

0 

<220> 
□ 

<223> Description of Artificial Sequence : peptide 

□ 

□ 

<400> 31 
□ 

Lys Lys Arg Asn Lys Thr Leu Ser Val Ala 

□ 

1 5 10 

□ 
D 

□ 

<210> 32 

□ 

<211> 7 

□ 

<212> PRT 

<213> Artificial Sequence 

D 

□ 

<220> 

□ 

<223> Description of Artificial Sequence : peptide 
□ 



□ 

<400> 32 
□ 

Arg Pro Arg Thr Ser Ser Val 

□ 

1 5 

D 
□ 
□ 

<210> 33 
□ 

<211> 7 
□ 

<212> PRT 
□ 

<213> Artificial Sequence 
□ 

□ 

<220> 
□ 

<223> Description of Artificial Sequence : peptide 
0 

□ 

<400> 33 
□ 

Arg Pro Arg Thr Ser Ser Leu 
□ 

1 5 

D 
□ 
□ 

<210>. 34 
□ 

<211> 7 

D 

<212> PRT 
□ 

<213> Artificial Sequence 
□ 

□ 

<220> 
D 

<223> Description of Artificial Sequence : peptide 
□ 



<400> 34 

i_J 

Arg Pro Arg Thr Ser Ser Ala 
□ 

1 5 

□ 



□ 



□ 

<210> 35 
□ - 
<211> 7 
□ 

<212> PRT 

□ 

<213> Axtificial Sequence 
□ 

□ 

<220> 

□ 

<223> Description of Artificial Sequence : peptide 
□ 

□ 

<400> 35 
□ 

Arg Pro Arg Thr Ser Ser Lys 

□ 

1 5 

0 
□ 
□ 

<210> 36 
□ 

<211> 7 

□ 

<212> PRT 

□ 

<213> Artificial Sequence 

□ 

□ 

<220> 
□ 

<223> Description of Artificial Sequence : peptide 

□ 

□ 

<400> 36 
□ 

Arg Pro Arg Thr Ser Ser Glu 

□ 

1 5 

□ 



G 

<210> 37 
□ 

<211> 1476 



<212> DNA 

□ 

<213> Unknown 

n 



<220> 



i i 



<223> Description of Unknown Organismrplant 

□ 

<400> 37 

□ 

atgttggcaa tggagaaaga atttgattca aagcttgttc ttcaagggaa ctcatccaac 60 

□ 

ggtgctaatg tttctagaag caaaagcttc tcctttaaag ctcctcaaga aaatttcacc 120 

□ 

agccatgatt tcgaatttgg caagatctat ggtgttggtt cttactctaa ggttgttagg 180 

□ 

gcaaagaaga aggaaactgg aactgtgtat gctttaaaga ttatggacaa aaagtttatc 240 

□ 

accaaggaga ataaaactgc ttatgtgaaa ttggaaagga ttgttcttga tcaacttgaa 300 

□ 

catcctggga tcattaaact tt'acttcacg tttcaagaca catcctcact atatatggca 360 

□ 

cttgaatctt gtgagggtgg cgagcttttc gaccaaataa ccagaaaagg tcggctatcg 420 

□ 

gaggatgaag ctcggttcta cactgcagaa gttgtggatg ctcttgagta tatacatagt 480 

atgggactga ttcatcgaga tattaagccg gagaatctgt tgctgacttc agatggacac 540 

□ 

attaagattg cggattttgg aagtgtaaag ccgatgcagg atagccagat cacagttcta 600 

□ 

cctaatgcag cttctgacga taaggcgtgc acttttgtcg ggactgctgc atatgttcct 660 

□ 

ccagaagttc tcaactcctc tcccgcaact ttcgggaatg atctttgggc tctcggctgc 720 

□ 

actctctatc agatgctttc ggggacttcc ccatttaaag atgcaagtga atggctgatt 780 

□ 

ttccaaagaa ttatagccag agatataaag ttcccaaatc atttttcaga agcagcaaga 840 

□ 



gacctcatcg 

n 


accggttgct 


ggataccgag 


ccaagcagaa 


ggccaggtgc 


tggctcagaa 


900 


ggttatgttg 

□ 

tcccagactc 


ctcttaagag 


acatcctttc 


tttaatggag 


ttgactggaa 


ggatctaagg 


960 


ctccaaaact 


agctccagat 


cctgcgtctc 


agacagcatc 


tcccgagagg 


1020 


□ 

gatgacacac 

n 


atggttctcc 


atggaacctg 


acacatattg 


gagattcttt 


agccacacag 


1080 


aacgaggggc 

□ 

gcttcaatag 


acagtgctcc 


tcctacatct 


tctgaatcat 


cgggttccat 


aactcgactt 


1140 


actcttttga 


ttcaagatgg 


caacagtttt 


tagagccagg 


agaatcggtt 


1200 


ctgatgatat 

n 


cagcggtgaa 


gaagcttcag 


aaaataacga 


gcaagaaggt 


gcagctaata 


1260 


ctcaccaaca 
Q 

attatatggt 


aacccaagct 


gatatatgtc 


gacccgtcaa 


aactagttgt 


gaaaggaaac 


1320 


ctgataactc 


gaatgacctc 


aacgttgtag 


tcactagccc 


ttcacatttc 


1380 



aagatttgca cgccaaagaa ggttttatca tttgaagacg • caaaacagag agcttcagtg 1440 

O 

tggaaaaagg caatcgagac tcttcagaac cgctga 1476 
□ 

□ 

<210> 38 

□ 

<211> 2043 

n 

<212> DNA 

□ 

<213> Saccharomyces cerevisiae 

□ 

□ 

<400> 38 
□ 

atgtattctt ggaagtcaaa gtttaagttt ggaaaatcta aagaagaaaa agaagccaaa 60 

□ 

catagtgggt tttttcactc ctctaaaaag gaagaacagc agaataatca agcaactgcg 120 

□ 

ggggaacatg atgcttcaat tactcgttca tctttagaca ggaagggcac gataaatcca 180 

□ 

tcaaattcat cagtggtccc ggttcgtgtt tcatacgatg catcctcatc gacctctact 240 

O 

gtacgagatt caaatggtgg taattcagaa aacacgaact catctcaaaa tttagatgaa 300 

□ 

acagcaaata ttggttctac agggacaccc aatgatgcca cctcaagttc aggaatgatg 360 

□ 

actatcaaag tatataatgg tgatgacttt attttacctt ttccgattac ctcaagcgag 420 

□ 

caaatattga ataaactatt ggcctcgggt gttccaccgc cacataagga gattagtaaa 480 

□ 

gaagtagatg ctttaattgc acaactgtcc cgtgttcaaa taaagaacca aggtccagct 540 

O 

gatgaagatt tgatctctag cgagtcagca gcaaagttca tcccatctac tatcatgtta 600 - 

□ 

ccagggtctt cgaccttaaa tcccttacta tatttcacca ttgaatttga taatacagtt 660 

□ 

gcaactattg aagcagagta tggtacgatc gctaaacctg gtttcaataa gatatctacc 720 

□ 

tttgatgtga caaggaaatt accttattta aagattgatg tatttgcaag aattccgtcc 780 

□ 

attcttttgc cctcgaagac atggcaacag gagatgggtt tgcaagacga gaagctacag 840 

n 

accatttttg ataaaataaa ttccaatcaa gatatacatt tagattcttt ccatttgccc 900 

n 

atcaacttaa gttttgactc tgcagctagt attagactat ataatcacca ctggatcaca 960 

D 

ttggataatg gcttgggtaa gatcaatatt agtattgatt ataaaccttc cagaaataaa 1020 

n 

cctttgtcca tcgatgattt cgatcttttg aaagttatcg gtaagggttc gtttggtaaa 1080 

G 

gtgatgcaag tcagaaagaa agatacacaa aaagtatacg ctttgaaggc aatcagaaaa 1140 

tcatacattg tctctaaatc cgaagtcacg catactttgg cagaaagaac cgttctagca 1200 

Q 

cgtgttgatt gtccatttat tgtacctttg aagttttctt tccaatcacc ggaaaaatta 1260 



I ! 



tactttgttt tagcgtttat caatggtggt gagttgtttt atcatctaca aaaggaagga 1320 
□ 

aggtttgatt tatcacgtgc cagattttat accgcagaat tgttatgtgc gctagacaac 1380 
□ 

ttgcataaac tagatgttgt ctatcgtgat ttgaaaccag agaatatttt attggattat 1440 

□ 

caaggccaca ttgccctttg tgatttcggg ctatgcaaat tgaatatgaa ggatgatgat 1500 
□ 

aagacagata ctttttgtgg gaccccagaa tacttggcac cagaactatt gctaggttta 1560 

□ 

ggctatacaa aggcagtaga ttggtggaca ttgggagtct tgttatacga gatgctcaca 1620 

□ 

ggtcttcctc cttattatga tgaagatgtt ccaaaaatgt ataagaagat tctacaggag 1680 

□ 

ccactagttt tcccagatgg atttgataga gatgcaaagg atctattgat tggattattg 1740 

□ 

agccgtgatc cgacaagaag attgggctac aatggtgccg acgaaattcg gaaccatcct 1800 

□ 

tttttcagcc aattatcatg gaagcgcctg ttgatgaagg gttatattcc accatataaa 1860 

□ 

ccagctgtta gtaattccat ggatactagt aatttcgatg aggaattcac tagggagaag 1920 

□ 

ccaattgata gtgtggtaga tgaatacttg agtgaaagtg ttcaaaagca atttggtggc 1980 

□ 

tggacatacg ttggaaatga acagctaggt agctcaatgg tgcaaggtag aagcattaga 2040 

O 

tag 2043 

D 

□ 

<210> 39 

□ 

<211> 2034 
G 

<212> DNA 

□ 

<213> Saccharomyces cerevisiae 

□ 

□ 

<400> 39 

□ 

atgcattcct ggcgaatatc caagtttaag ttaggaaggt ccaaagaaga tgatgggagt 60 

□ 

agtgaagatg aaaatgaaaa atcgtggggt aatggcctgt ttcatttcca ccatggagaa 120 

□ 

aaacatcacg atggtagccc gaagaatcat aatcatgaac acgaacacca tataagaaag 180 

□ 

atcaatacaa atgagactct cccaagttcc ttaagttctc caaaattacg taatgatgca 240 

□ 

tccttcaaga atccatcggg gataggaaat gacaattcta aggcttccga aaggaaagct 300 

□ 

agtcagtcgt ctactgagac gcagggaccg agttcggaat ccggactaat gacagtgaag 360 
n 

gtgtattctg gtaaagattt tactcttccc ttccctatca cctctaactc tactatttta 420 
D 

caaaaactac taagttccgg catccttact tcatcatcca atgacgcttc cgaagttgca 480 
gccataatgc ggcagctacc acgatacaag agagtggatc aagattcagc aggggaaggc 540 



ttgatagata gagcttttgc cactaaattc attccttcct ctatattgtt acctgggtca 600 

□ 

acaaattcaa gcccattact ttattttaca attgaatttg ataattctat tactactatt 660 

G 

agtccagata tgggaacgat ggagcaacca gtgtttaaca aaatatcgac atttgatgta 720 

□ 

acaagaaaat tacgattttt aaaaatcgat gtctttgcaa ggattccatc cctactttta 780 

□ 

ccctctaaaa actggcaaca ggagattggc gagcaggacg aagtactgaa ggagatttta 840 

□ 

aaaaaaatca atacaaatca ggatatccat ttggactcct tccatttacc tttgaattta 900 

□ 

aaaatcgatt ctgcagccca aataagacta tacaatcacc attggatttc tttagaaagg 960 

□ 

ggatatggta aattaaatat cacggtggac tacaaacctt ctaagaacaa gcctctctcc 1020 



i i 



attgatgact ttgatctatt gaaggttatc gggaagggtt cgttcggcaa agtgatgcaa 1080 

G 

gtaaggaaaa aagataccca aaagatttac gctttgaagg ctctgagaaa agcatatatt 1140 

G 

gtatcgaaat gtgaagtgac acatacttta gcggagagga ctgtcctagc aagagttgac 1200 

G 

tgccccttta ttgttccgtt gaagttctca ttccaatctc cggagaagtt gtacctagta 1260 

□ 

ttagctttca ttaatggcgg tgaactgttc taccatttac aacacgaggg acgattcagt 1320 

□ 

ctagcacgct cccgttttta tattgcagaa ctattatgtg ctctcgattc attacacaaa 1380 

G 

cttgacgtca tttatcgtga cctaaagcct gaaaacattc tattggatta ccaaggacat 1440 

□ 

attgcactgt gtgattttgg gctttgcaag ctgaacatga aggataatga caaaacagac 1500 

C 

actttctgtg gtactcccga atatttggca ccagaaatct tgttggggca gggctatact 1560 

G ' 

aaaacagttg actggtggac attaggtatc ttactgtatg agatgatgac agggctgcca 1620 

G 

ccatactatg atgagaacgt tcctgttatg tacaagaaaa ttctgcagca accgctacta 1680 

G 

tttcctgatg gatttgaccc tgcggcaaaa gacctattaa ttggcctctt aagcagagac 1740 

G 

ccaagcagaa gactcggcgt taacgg.taca gatgaaattc gtaaccatcc tttctttaaa 1800 

G 

gacatctcat ggaaaaagct acttttgaag ggctatattc cgccttacaa gccaattgta 18 60 

G 

aagagtgaaa tagatactgc aaattttgat caagagttca ctaaggaaaa accgatcgat 1920 

agtgtagtgg acgagtactt aagtgcaagt attcaaaagc agtttggtgg gtggacgtac 1980 

□ 

attggtgacg aacagttggg tgattctcct tcgcagggga gaagcattag ttag 2034 

n 



<210> 40 

<211> 2365 

G 

<212> DNA 

<213> Rattus norvegicus 



□ 

<400> 40 
□ 

cgtcaaaacc gaggctgctc gaagtaccct cacctactcc agaatgaggg gaatggtagc 60 
O 

aatcctcatc gctttcatga aacagagaag gatgggcctg aacgatttta ttcagaagct 120 
□ 

tgccaacaac tcctatgcat gcaaacaccc tgaagttcaa tcctatttga aaatctccca 180 
□ 

acctcaggag cccgaactta tgaacgccaa cccctcacct cctccaagtc cctctcaaca 240 
O 

aatcaacctg ggtccatcct caaatcccca cgccaaaccc tctgacttcc acttcttgaa 300 

□ 

agtgatcgga aaaggcagtt ttggaaaggt tcttctagca aggcacaagg cagaagaagc 360 

□ 

attctatgcc gtcaaagttt tgcagaagaa agccatcttg aagaagaagg aggagaagca 420 

G 

tattatgtca gagcgcaatg ttctgttgaa gaatgtgaag caccctttcc tggtgggcct 480 

□ 

tcacttctct ttccagactg ctgacaaact ctacttcgtc ctagactaca ttaatggcgg 540 
□ 

agagctgttc taccatctcc agagggagcg ctgcttcctg gaaccccgtg ctcgcttcta 600 

□ 

cgcagctgaa atagccagtg ccttgggtta tctgcactcc ctaaacatcg tttatcgaga 660 

□ 

cttaaaacca gagaatattc tcctagactc acagggacac atcgtcctca ctgactttgg 720 

n 

gctctgcaag gagaacatcg agcacaatgg gacaacgtcc accttctgtg gcacgcctga 780 

□ 

gtatctcgct cctgaggttc tccataagca gccgtacgac cggacagtgg actggtggtg 840 

□ 

cctcggggct gtcttgtatg agatgctcta tggcctgcct ccgttctaca gccggaacac 900 
□ 

agccgagatg tatgacaata ttctgaacaa gcctctccag ctgaaaaata tcaccaactc 960 

□ 

agcaaggcac ctgctggagg gcctcctgca gaaggaccgg accaagaggc tgggtgccaa 1020 

□ 

ggatgacttt atggagatta agagtcatat tttcttctct ttgattaact gggatgatct 1080 

□ 

cattaataag aagatcacgc ccccatttaa cccaaatgtg agcgggccca gtgaccttcg 1140 
□ 

gcactttgat cccgagttta ctgaggagcc ggtccccagc tccatcgggc gatcccctga 1200 

□ 

cagcatcctt gtcacagcca gtgtgaaaga agccgcggaa gccttccttg gcttctccta 1260 

Ej 

tgcccctcct atggactcct tcctctgaaa gctcccagga tgcttccgaa ggatttcctc 1320 

G 

agcgtttttc taaagtgttt tagttagcct ttggtggagt taccagctga cagaacatct 1380 

□ 

tagaagagaa atttgcacac caggaagctt ggcagtcccg cctgccgggg cctgcacgcg 1440 

D 

gcttgttgac gcggaagctt tccggaagct ttccgaagag cacatcctcc tctcagtgag 1500 

t ; 

ctagtgaggt cttcatttct tttcttcctt ccaacgtggt gctagctcta aaggagcttg 1560 

agagtgccgc ctgagacgca ccttggtctc agtgagaagg aagatgcagg tctaagaggg 1620 

G 

atctccgcag gtctgagctg tgatcaagaa tattctgcaa tgtgcctttt ctgagattgt 1680 



f I 



gttagctcca aagcttttcc tatcgcagag tgtccagttt ttgtttgttt tttttttttt 1740 
□ 

gttttgtttt ttgtttcttt tttttcccaa cccttgcgta tttcccatgt gtgcagttag 1800 

□ 

tgtgagtgct atgcctgatc acagacagtt ttgttgtaag catcaatgtg acacttgcag 1860 
□ 

gacactacaa tgtgggacat tgtttgtttc ttccacattt ggaagataaa tttatgcgca 1920 
□ 

gactgttttt ttttgtaaga tataataact aaaacctatt gaaacggtct tgcagtgacg 1980 

□ 

agcatccaga tgcttgaggg aagcattgct gctacaaata tttctatttt tagaaagggt 2040 

□ 

ttttatggac caatgcccca gttgtcagtc agagccgttg gtgttcatgt taaaatgtca 2100 

□ 

cctgcaaaat gggcattatt tatggttccc cccaaccttt gttcattttc ttttgcattc 2160 

□ 

ctgattattg tgtgtaaaga aagtctgtac attgggttat aacactagat atttaaactt 2220 

□ 

acaggcttat ttgtaaacca tcattttaat gtcctgtaat taacatggtt ataacatgta 2280 

□ 

cactcccccc tactcaccac acaacttttt ttgtgtgcgg tgaaaccaat tttggtttgc 2340 
□ 

aataaaatct tgaaaactat ttgcg 2365 

□ 

O 

<210> 41 
□ 

<211> 2301 
□ 

<212> DNA 

□ 

<213> Saccharomyces cerevisiae 

□ 

G 

<400> 41 
n 



□ 
t( 
O 
a< 
□ 

g< 

D 



n 



u 
a< 
D 
ti 
□ 



ggtctttgac 


agaggcagac 


cacgccctgc 


tgtccaagcc 


cttggtaccg 


60 


aacatacaca 


aacgcaagag 


tatcctcgtc 


ctttcgtaga 


tggcagcaat 


120 


ggtctgaact 


acaggcttct 


ccacaaggtc 


agtttggaga 


aaaggcattg 


180 


atcgcttcat 


tcccctggca 


aatgatgacc 


cgggtatgca 


gcacgagatg 


240 


cctcaatgag 


gcgtagaaga 


gaagaatggg 


cagaacgtgg 


tgcggcaaaa 


300 


atgttgtcga 


cccagctacg 


ggggagttaa 


ctaagcatgt 


tgtcaagatg 


360 


acttcaagtt 


tggagagcaa 


ctcggggatg 


gatcatattc 


tagtgttgtt 


420 


cccgtgattc 


gggcaagaaa 


tatgcagtaa 


aagtgttgag 


taaagaatat 


480 


aaaaaaaagt 


taaatacgtc 


acagtggaga 


aattggcttt 


gcagaagctg 


540 


agggcatat t 


caagcttttc 


ttcactttcc 


aggacgaggc 


aagcttgtat 


600 


aatatgcccc 


ccacggtgat 


ttcttgggct 


tgattaagaa 


atatggatct 


660 



ttaaacgaga catgtgcacg ctattatgcg tcgcagatca tcgatgccgt tgactccttg 720 

□ 

cataatatcg gcattattca cagggatatc aagcccgaaa acatattgct cgacaaaaat 780 
□ 

atgaaagtga agttgacgga ttttggtaca gccaaaattt taccggagga accttcgaac 840 
□ 

accgcagatg gcaagcctta tttcgatttg tatgctaagt cgaaatcatt tgttggtacc 900 

□ 

gcagaatatg tttctcctga gctactgaat gataattata cagattcccg ttgtgacatt 960 

□ 

tgggcatttg gttgcatatt gtaccaaatg cttgcgggaa aaccgccttt taaagctgcc 1020 
□ 

aatgaatatt tgacattcca aaaagtaatg aagattcaat atgcgtttac tgcaggtttt 1080 

□ 

ccgcaaatag taaaagattt agttaaaaaa ctattagtta gggatccaaa tgatagattg 1140 

□ 

accataaagc agatcaaagc acacctcttt ttccatgaag tcaactttga agatggttct 1200 

□ 

gtttgggatg ataatccacc ggagatacag ccatataaaa taaatgcaga ggcgatgaag 1260 
.— i 

i j 

cccctgcaaa aggtttctga atctgatacc actgtcaaaa tggccaacct tcagctggct 1320 

□ 

ggtaatggac atgcagatac tcccctgcaa gcaccagcag cgacctctca agagcattct 1380 

□ 

gtgatcagta tgactgcagc aaccgccgca ttcaataaag attatacaag tcaacccaaa 1440 

□ 

ttggggagca agtcaagcac atctgttaga tctgcctcca acaacacaga tcgcgaggta 1500 

□ 

attcaaaaga aggtttcaaa aaatcgcgca tctgtatcat ctccttcaat ttctactaca 1560 

□ 

tcacggggga aagataatag aagtcgctct tctgacgcct tctggtcacg ctacttgcaa 1620 

□ 

aatatggatg aacgtgtctt gttgatgaag gaggtagcgc tttccacacg aaacttagag 1680 

O 

gactcacctg taggtcttga gaacgtggct ctggactaca agaaccctct tgatatcgag 1740 
□ 

cctcctactg atagtgcagg caaattttac aagaaaatgt ttctaataac aaacctaggc 1800 

□ 

agagcacttg tttttgtcaa gagaagaagt ctcagcatgt gggaagaaca ggaatttgaa 18 60 
n 

ttgcaattcg aactagagtt gaatgacgtt gagaagatac gctttataag tgatcaagtc 1920 

G 

cttgaaattg acggttccag gacgattttc ataggatgca aagagagagc agttttaatg 1980 

u 

aaactatgga aattaataca taatggaatg accgccaaac ctaaagtagt atcgccgaag 2040 

fj 

tcggaccata aaatgtttga taagttcatt cttcaaaaaa gacagaatac aaaaaaaaag 2100 

r— i 
i ; 

aatcaagctc ctcccgtacc tcaatcgaat aggctaataa atggtttacc ggaccgttgc 2160 

G 

atcttaaaga cacccgaaga aggcgcactt cacacaaaac gtcccacttc gttgcagacc 2220 
G 

cgatcgtcat ctaattactc aaaattgctg gcaagatcga cacaaatgcg gaaaaacatg 2280 
n 

acacggacag atgaaaaatg a ^jux 



<210> 42 



<211> 3247 
n 

<212> DNA 

fj 

<213> Saccharomyces cerevisiae 

* i 

□ 

<400> 42 

□ 



atgtattttg 

□ 


ataaggataa 


ttccatgagc 


cctaggccgt 


tattgecaag 


tgatgagcag 


60 


aagctaaaca 
□ 

gacgcaaaag 


ttaatcttct 


aacgaaaaag 


gagaaattct 


cgcatttaga 


cccccattat 


120 


ccactccaca 


aagaagcact 


tcgaatagaa 


acgttggcga 


tttacttttg 


180 


□ 

gaaaaaagaa 
□ 

gaaatgtacc 


ccgctaagcc 


tatgattcaa 


aaggccttga 


egaataegga 


taatttcatt 


240 


ataatcagca 


gagaaaaaat 


cttgatgatg 


acactattaa 


agaagtaatg 


300 


□ 

attaatgatg 
n 

tacgataat a 


aaaacggaaa 


aactgtcget 


agtaccaacg 


aeggcagata 


tgacaacgat 


360 


acgatattaa 


tgaccaaaaa 


actttggata 


atatageggg 


aagtccccac 


420 


□ 

atggaaaaaa 


atcgaaacaa 


agtaaagatt 


gaacatgact 


cttcatctca 


aaaaccaata 


480 


gctaaagagt 


catccaaagc 


ccaaaaaaat 


ataatcaaaa 


agggaatcaa 


ggactttaaa 


540 


□ 

tttggtagtg 


taataggtga 


tggegegtat 


tctactgtaa 


tgttagcgac 


gtcgattgat 


600 


□ 

accaaaaaga 


ggtacgccgc 


aaaagtacta 


aacaaagaat 


atttaatacg 


ccagaagaaa 


660 


□ 

gtcaaatacg 


tcagcataga 


aaaaaccgcc 


cttcaaaagc 


tcaataattc 


tcctagtgtt 


720 


□ 

atcrccrattat 


tttccacttt 


tcaggatgaa 


teaagectat 


actttctctt 


agagtatgee 


780 


* « 

cccaatcraQcr 


actttctttc 


tttaatgaaa 


aaatacggtt 


cattagacga 


aacctgcgca 


840 


G 

cgatattatg 


ctgcgcaaat 


aatagatgee 


atagactact 


tacattccaa 


eggtattatt 


900 


lJ 

cat aaaaat a 


t aaaaccaga 


aaatattctt 


ttagatggag 


aaatgaagat 


caaactgact 


960 


G 

crat 1 1 tacrt a 

n 


ct accraaatt 


act aaatcct 


acaaataata 


gcgtttcgaa 


accagaatac 


1020 


gatttatcaa 

n 


caaggtcgaa 


atetttegtt 


ggaactgcag 


aat aegtat c 


tccagaactt 


lUOU 


ttaaatgaca 


gttttacaga 


ctatcgttgc 


gatatttggg 


ectteggatg 


tatacttttc 


1140 


u 

cagatgattg 


ccggaaaacc 


accattcaaa 


gctaccaatg 


aatacttgac 


tttccaaaag 


1200 


i_j 

gtaatgaaag 


ttcagtaege 


ctttacacca 


ggtttcccac 


ttattatcag 


agatttggtt 


1260 


G 

aagaaaatct 
G 

cattttttca 


tagtaaaaaa 


cttagaccga 


agattgacga 


taagccaaat 


taaggaacat 


1320 


aagatttgaa 


ttttaaagac 


ggctctgttt 


ggtcaaaaac 


gcctccagag 


1380 


atcaaaccat 


ataaaatcaa 


cgccaaatcc 


atgcag^caa 


t-gecaagegg 


aagegataga 


1440 


G 

aaactggtga 


agaaatcagt 


caacacactt 


ggcaaatege 


atctagtgac 


tcaaaggtca 


1500 



G 



gcttcaagtc cctctgttga ggaaactact cattcaaccc tatacaataa caatactcac 1560 

a 

gcttctactg aaagtgaaat atcaataaag aagagaccca ctgatgaaag aacagcgcag 1620 

□ 

atacttgaaa atgcaagaaa gggtataaac aataggaaaa atcaaccagg caagagaaca 1630 

□ 

ccaagtggtg cagcttctgc tgccctagca gcttctgctg ctttaaccaa gaaaaccatg 1740 

□ 

caaagctatc caacttctag ttcgaaaagt agcaggtcaa gctctcctgc gacaacatca 1800 

□ 

agaccaggaa cttataagcg tacttcttct acagaaagta aaccatttgc caaatctcca 1860 

□ 

cctttgtcag catcagtttt atcgtcaaaa gtcccaatgc ctccatacac acctccaatg 1920 

□ 

tcgcccccta tgacaccata tgatacatat caaatgacac ctccctatac gacaaaacag 1980 

□ 

caggattatt ctgataccgc aattgccgca cctaagcctt gtattagtaa gcaaaatgtt 2040 

□ 

aaaaatagca cagattctcc cttgatgaac aagcaagata ttcaatggtc cttttacctg 2100 

□ 

aaaaacatca acgaacatgt actaaggacg gaaaaactgg attttgttac cacaaattac 2160 
□ 

gatatcttag agaagaaaat gcttaaacta aatggttcat tgttagatcc tcaactgttt 2220 

□ 

ggtaagccta gacatacttt tttatcccaa gtagctagga gtgggggaga ggttacaggt 2280 

□ 

tttcgaaatg atccaactat gactgcttat tccaaaacag aagatacgta ctattcgaaa 2340 

□ 

aatattatcg atttgcagct cttggaagat gattatcgaa ttgaaggagg tgacttatcg 2400 

gagttgctta ctaacagaag cggagaaggg tacaaatgca atcaaaacag ctcaccaatg 24 60 

□ 

aaagacgatg ataaatccga atctaacaat aaaggaagct ctgttttttc tggcaagatt 2520 

□ 

aaaaaattat ttcaccctac ctcagcagct gaaacgctct cttcctctga tgaaaaaacc 2580 

□ 

aagtactata aacgaaccat tgtaatgaca tcatttggaa ggtttctagt atttgccaag 2640 

□ 

aggaggcagc caaatccagt tacaaattta aagtatgaac tagaatatga cataaatttg 2700 

□ 

cgtcaacagg gtaccaaaat aaaagaacta atcattccct tggaaatggg aactaatcat 2760 

□ 

atagttgtga ttcagacacc ttacaagtca tttcttttga gcactgataa aaaaaccacg 2820 

□ 

agcaaattgt ttactgttct caaaaaaatt cttaattcga atacaaataa aatagagaaa 2880 

□ 

gaactgttgc aaagaaacca aaaggtaatt gaaagaagaa catcatcatc cggaagagcc 2940 

atacctaaag atcttccaac ttccaagtct ccttcgccaa aacccaggac gcatagccaa 3000 

□ 

tctccatcaa tttcaaagca caattcgttt tctgaatcga ttaatagcgc taagagcaac 3060 

□ 

agatcaagca gaatttttga aacctttatc aatgccaagg aacaaaattc aaaaaaacac 3120 

D 

gctgctccag taccgttaac cagtaaatta gttaacggat tgccaaaaag acaagttacc 3180 

□ 

gtgggattag gtctaaacac aggaacaaat ttcaaaaact catctgcaaa atcgaagagg 3240 

□ 

tcgtaat 3247 
□ 



□ 

<210> 43 

□ 

<211> 3403 

□ 

<212> DNA 
□ 

<213> Schizosaccharomyces pombe 

G 

G 

<400> 43 

□ 

ggtatcttca gttaaatctt gcgttggttg tcctttaatg aagatttgtt cgtaagcaaa 60 

□ 

atatatgaat tcgctagcaa gatattgcca ttcataccaa cccttttctt tatgttatat 120 

□ 

ctccaaaatg aattgtttac aacactaaat tgaaacaaat caaacacact ttgttcctat 180 

□ 

taggtgtagt ggaaaatgca attctaaaca atggcacttt atttttgatt ctgtgctgaa 240 

□ 

caaataattc atatttataa actgaatggt gcataatttt ctctctctgt aaaattgata 300 

□ 

cggtaagttg aaattcaagt aaaatatgtt tcccgcatat tcagctacga ttctggtata 360 

□ 

aaagcttcta atgctcttcg tatataaact gagttattca ttaaaaccta agatctttta 420 

□ 

agttattgaa attaaatcat attgaattcc acacccgaag gtaatgctat tcaaccagcc 480 

□ 

aagacgaaaa tacttggttt . gacaattttt ttacttttat gtaatgattt tctctactcc 540 

□ 

attaagaatt tgcgtatgac tgtgtatact cagcgctgat tcacatagta atataaatca 600 

D 

ttaccttgat gaactacttc tctaggctcc ttaaaaaaat aaataaactt atagttacta 660 

□ 

aaaaaagcat gatctaaatc aaatgaatga atatttagtt tatctaaaat gtcgaattca 720 

□ 

ctattaattt tcgcactcac aacgatgcaa atcataaccc ggatagcaaa atcttatata 780 

□ 

acaatagtac aatagttgta tacttgcagt tataagcact aattttaccg aatatgtgca 840 

□ 

attttctttt gatgacattg ccgtcaattc gtagtttact gacactgatt cacctaccca 900 

□ 

gtactctctt cacaccagat attggttatg cgaaatacgc acaatccgaa tgaaactgaa 960 

n . 

gcatcagaag atgcagaaaa tgatactcaa agcgaatccg accttagttt tgatcatgga 1020 

D 

tcaagtgaaa aactaaaccg agcttcatta ccaaagacgc aaaatagtgc catcccgcag 1080 



tctaatgctt taaatactac accaaatgag tcaacgtctc agatcgattc atcgccgaag 1140 

G 

attccctctg cagtcccaca tatctctact ccaaatccgt ctagcggtgc atcgactcct 1200 

□ 

aacataaaac gagtttcgga ttttaaattt ggcgaaatcc ttggagaagg atcatacagt 1260 

n 

actgtattaa cagctaccga aaactcaaca aaaaga^aat atgctattaa ggtgttggat 1320 



n 



aaaagacata ttatcaagga aaaaaaggaa aaatacgtca acattgaaaa agaagctttg 1380 



tgcatcctct ctaagcatcc tggatttatt aagctatttt atactttcca agatgctcac 1440 



u 



aatttgtatt ttgttttgag tcttgctcga aatggtgaac tgttggatta tatcaataag 1500 



Li 



gtatgtataa ataatgttca tgcagcttga tgatggatag cttactgatt attacaatct 1560 



u 



tgtctttttt cttattaaat gttttatttt ttgcttacac ataatttagt tgggacgatt 1620 

□ 

taacgaaata tgtgcacaat attatgctgc acttatcgtt gactcaatag actatatgca 1680 

□ 

tggacgagga gtgattcacc gtgacttgaa gcccgaaaat attttgctgg atgataatat 1740 



i ( 



gcgtacaaaa attaccgact ttggttcagc aaaaatatta aactcttcac atggcagtca 1800 

□ 

tgaagaagac acacaccatg ctgacaaacc acaggctcat tctcgatcgt ttgtaggaac 18 60 

G 

tgctcgttat gtatctcctg aagttttaag tgataaaatt gctggtacgg cttccgatat 1920 

D 

ttgggcgttt ggttgcattc ttttccaaat gctagctggc aaaccccctt ttgtagcagg 1980 
□ 

aaatgaatat ttgacattcc aaagtattct tcatttgagt tatgagatac cacctgacat 2040 

C 

atcagatgtc gcttctgatt tgattaaaaa actgctagtt ctagatccta aagatcgctt 2100 

G 

aactgttgat gaaatacacc agcatccgtt ttttaatggt atcaaatttg ataataccct 2160 

G 

ttgggaactt cctcctcccc gtcttaaacc ttttggtcat actagcgtcc tcagcctttc 2220 



! t 



cgttcctaat gcatctaaca aacacgaaaa tggtgatttg acctcgcctc ttggtgttcc 2280 

■ i 

atcgatggtt tcagcatcca ccaatgctgc accctctccg gttggtactt ttaaccgagg 2340 

G 

cactctattg ccgtgtcaat ccaaccttga ggaggaaaac aaggaatggt cgagtattct 2400 



Li 



tcaagacgat gaaaaaatct caaaaattgg aaccctcaat gtttatagta tgtctggtat 24 60 

r~ i 

caatggaaat gatgcctttc gctttttctc cagtcttttt cgaaaaagga aacctcggac 2520 

G 

ctttatactt acaaattttg gtcgatacct gtgtgttgcc tcggacggtg aagggcgaaa 2580 

□ 

aacagttaaa gaagaaatac ctattaagag tgtaggcatg cgttgtcgga tggtaaaaaa 2640 

G 

caatgaacat ggctgggtag ttgagactcc aacaaaatcc tggtcgtttg aagacccgaa 2700 

□ 

tggaccggct tctgcttggg ttgagcttct agataaggct agctctattt ctcttccatt 2760 
cggtaatcat tctgttacca gcttttcaag aagcattgct agaagtgctg tctaatctat 2820 

cctttatgtc tatgaacact tccatccatc ccctcacttt ttattctatc actctttttt 2880 

G 

ctgttctgtt ctgcattaat tttcttacga ccttattgat gtttcaagaa attcttttta 2940 

r~ • 

agtttttctc ttacgttcgt tgtttaattc gaaaaaaaat ctttatatcc gtgatccttc 3000 

n 

agtgtgatta caaaattaga ttgccgtatg atttctgtat tttgttatta acggtcaatt 3060 

n 

gattttattt gcttattctt attatggtct atttatttta tattttttac cttagcctta 3120 
aaatgttaaa atggtaaaag ttatcgatcc aagaacattt caccgtttac tagttaatat 3180 



acctctacct acgtagtaaa aaaatttaaa gaaattattc ccaaaagcca gttgtacatt 3240 
□ 

ctctcaattt atgattaatc tacagattaa gttaattatg caagtatgac ttgtacataa 3300 
□ 

aaattaggtt tcgcttaata tcagaaaaaa aaacttcaag catcaattta ctagcatgat 3360 

□ 

aaataatgaa ttacttctcc aagtatgttt ttgcgacacg ate 3403 
□ 

□ 

<210> 4 4 
□ 

<211> 1567 
□ 

<212> DNA 

□ 

<213> Schizosaccharomyces pombe 
□ 

□ 

<400> 44 
□ 

acaacttcat ttttcatgaa aacctctttt ataaatgatg gatctggagc ataaaegcat 60 

□ 

tagecgaagt acattgeegg attatgegga tcccgattac ttcgaggcta gaggtgaaag 120 

□ 

aaatccggta aaacctcagt cttccaacgt agtaccagga acaagtcata taggatcgat 180 

□ 

caaatctccg gcggattacg tttttggtga cattatagga gatggatcat tctcaaaggt 240 

□ 

aagttgatac at t get t etc agttcagaag tttttcaacc gcaggtcgat taacctatgg 300 

G 

accttcgatt actgacgaat aagttgtcta atattegtta ggtgagaaga gcaactgata 360 
O 

aaaagagttg gaaggagtac gctatcaaag tccttgataa aaaatatatt gtcaaggaaa 420 

□ 

ataaggttaa gtatgtgaat atagagagag attctatgat gagacttaat gggtttcctg 480 

□ 

gtatctctcg tcttttccat acatttcagg atgatttaaa actttattat gtgettgaac 540 

□ 

ttgcacccaa tggtgaactt ttgeaataca tcaaaaaggt atattttttc attagtctat 600 

□ 

tcatttttcc tttattaact aagctttggt agtatcgttt tcttgatgag aattgtgtgc 660 

□ 

gettttatge tgctgagatt ttatcaagta tcgagtatat gcactcctgc ggtataattc 720 

□ 

acagagatct caagecagaa aagtatgttt gagtagtggt cattaaatgt tegtttcett 780 

□ 

ttcctaattc taacctattt tttagcattt tatttgatgg aaatatgeat gtaaaaatta 840 

□ 

ccgatttegg cacagccaaa atcctacccc ctaaatatgt aaatagcect gattacacta 900 

G 

cctttccaag ctcctttgtt ggcactgegg aatatgttgc tcctgaacta ttgtctagac 960 

aagttgtttc aaaatcgtaa gaaaacctat tatcccagtc tatttttttt ctgacaaata 1020 

□ 

tttaagttcc gatttatggg ettttgegtg tgttgtttat caaatgattg ttggttcccc 1080 
G 

tccttttcat ggcagcaatc ctaataatat tttcaaaaag ataatgagee tggaatatga 1140 



gcttccaaag ctcttaccac ctgatatcgt tcctttgttt agccatcttt tccgtattca 1200 
D 

gccatctgat cgatctacaa cccaacaaat aaaacaattt cctttttttg ctactattac 1260 
□ 

ttgggacaat ttatggactc aagatcctcc tcctatgcag tcattccggc ctaattataa 1320 
□ 

catagccatt cctaatgctc ctgcttatta tcgctcaaat gtgacagccg cagctgctgc 1380 
□ 

taatgctgcc gcggcatttg cttctgcatc cattgtaaag catcaggaaa ctgctcgacg 1440 

□ 

tcaggagctt cctacggtaa atcgtttcac tgctccaact gctcattatg gctatgcttc 1500 

□ 

acttcgaagc catcagatgc ctgttgacag actttattac aagttggttc catcgtctga 1560 

□ 

gtcgatc 1567 

□ 

□ 

<210> 45 
□ 

<211> 680 

□ 

<212> PRT 
□ 

<213> Saccharomyces cerevisiae 

D 

□ 

<400> 45 

□ 

Met Tyr Ser Trp Lys Ser Lys Phe Lys Phe Gly Lys Ser Lys Glu Glu 

□ 

1 5 10 15 

a 

□ 

Lys Glu Ala Lys His Ser Gly Phe Phe His Ser Ser Lys Lys Glu Glu 

□ 

20 25 30 

□ 
□ 

Gin Gin Asn Asn Gin Ala Thr -Ala Gly Glu His Asp Ala Ser lie Thr 

□ 

35 40 45 

n 



Arg Ser Ser Leu Asp Arg Lys Gly Thr lie Asn Pro Ser Asn Ser Ser 
□ 

50 55 60 

□ 
□ 

Val Val Pro Val Arg Val Ser Tyr Asp Ala Ser Ser Ser Thr Ser Thr 

D 

65 70 ' 75 80 



Val Arg Asp Ser Asn Gly Gly Asn Ser Glu Asn Thr Asn Ser Ser Gin 

□ 

85 90 95 

□ 
O 

Asn Leu Asp Glu Thr Ala Asn lie Gly Ser Thr Gly Thr Pro 'Asn Asp 
□ 

100 105 110 

□ 
□ 

Ala Thr Ser Ser Ser Gly Met Met Thr lie Lys Val Tyr Asn Gly Asp 
□ 

115 120 125 

□ 
□ 

Asp Phe lie Leu Pro Phe Pro lie Thr Ser Ser Glu Gin lie Leu Asn 

□ 

130 . 135 140 

O 
□ 

Lys Leu Leu Ala Ser Gly Val Pro Pro Pro His Lys Glu lie Ser Lys 

D 

145 150 155 160 

□ 



Glu Val Asp Ala Leu lie Ala Gin Leu Ser Arg Val Gin lie Lys Asn 

□ 

165 170 175 

□ 
□ 

Gin Gly Pro Ala Asp Glu Asp Leu lie Ser Ser Glu Ser Ala Ala Lys 

□ 

180 185 190 

□ 
□ 

Phe lie Pro Ser Thr lie Met Leu Pro Gly Ser Ser Thr Leu Asn Pro 
□ 

195 200 205 

n 



Leu Leu Tyr Phe Thr lie Glu Phe Asp Asn Thr Val Ala Thr lie Glu 

□ 

210 215 220 

■ — i 
u 



□ 

Ala Glu Tyr Gly Thr lie Ala Lys Pro Gly Phe Asn Lys lie Ser Thr 

□ 

225 230 .235 240 



Phe Asp Val Thr Arg Lys Leu Pro Tyr Leu Lys lie Asp Val Phe Ala 
□ 

245 250 255 

□ 
□ 

Arg lie Pro Ser lie Leu Leu Pro Ser Lys Thr Trp Gin Gin Glu Met 

□ 

260 265 270 

□ 
□ 

Gly Leu Gin Asp Glu Lys Leu Gin Thr lie Phe Asp Lys lie Asn Ser 

□ 

275 280 285 

□ 
□ 

Asn Gin Asp lie His Leu Asp Ser Phe His Leu Pro lie Asn Leu Ser 

□ 

290 295 300 

□ 
□ 

Phe Asp Ser Ala Ala Ser lie Arg Leu Tyr Asn His His Trp lie Thr 

□ 

305 310 315 320 

□ 

□ 

Leu Asp Asn Gly Leu Gly Lys lie Asn lie Ser lie Asp Tyr Lys Pro 

□ 

325 330 335 

□ 
□ 

Ser Arg Asn Lys Pro Leu Ser lie Asp Asp Phe Asp Leu Leu Lys Val 

□ 

340 345 350 

□ 
□ 

lie Gly Lys Gly Ser Phe Gly Lys Val Met Gin Val Arg Lys Lys Asp 

□ 

355 360 365 

D 

□ 

Thr Gin Lys Val Tyr Ala Leu Lys Ala lie Arg Lys Ser Tyr lie Val 

□ 

370 375 380 



u 



Ser Lys Ser Glu Val Thr His Thr Leu Ala Glu Arg Thr Val Leu Ala 

□ 

385 390 ' 395 400 



; ! 



□ 



Arg Val Asp Cys Pro Phe lie Val Pro Leu Lys Phe Ser Phe Gin Ser 

□ 

405 410 415 

□ 
□ 

Pro Glu Lys Leu Tyr Phe Val Leu Ala Phe lie Asn Gly Gly Glu Leu 

□ 

420 425 430 

□ 
□ 

Phe Tyr His Leu Gin Lys Glu Gly Arg Phe Asp Leu Ser Arg Ala Arg 

□ 

435 440 445 

□ 
□ 

Phe Tyr Thr Ala Glu Leu Leu Cys Ala Leu Asp Asn Leu His Lys Leu 

□ 

450 455 460 

□ 
□ 

Asp Val Val Tyr Arg Asp Leu Lys Pro Glu Asn lie Leu Leu Asp Tyr 

□ 

465 470 475 480 



n 



□ 

Gin Gly His lie Ala Leu Cys Asp Phe Gly Leu Cys Lys Leu Asn Met 

□ 

485 490 495 

□ 
□ 

Lys Asp Asp Asp Lys Thr Asp Thr Phe Cys Gly Thr Pro Glu Tyr Leu 

□ 

500 505 510 

□ 

□ 

Ala Pro Glu Leu Leu Leu Gly Leu Gly Tyr Thr Lys Ala Val Asp Trp 

□ 

515 520 525 

□ 
□ 

Trp Thr Leu Gly Val Leu Leu Tyr Glu Met Leu Thr Gly Leu Pro Pro 

G 

530 535 540 

□ 



Tyr Tyr Asp Glu Asp Val Pro Lys Met Tyr Lys Lys lie Leu Gin Glu 

I ; 

545 550 '555 560 



Pro Leu Val Phe 

□ 

□ 
□ 

lie Gly Leu Leu 

□ 

580 

□ 
□ 

Ala Asp Glu lie 

□ 

595 

□ 
□ 

Arg Leu Leu Met 

□ 

610 

□ 

n 

Asn Ser Met Asp 

□ 

625 

□ 

□ 

Pro lie Asp Ser 

□ 

□ 
□ 

Gin Phe Gly Gly 

□ 

660 

□ 
G 

Met Val Gin Gly 

□ 

675 

□ 



Pro Asp Gly Phe 
565 

Ser Arg Asp Pro 

Arg Asn His Pro 

600 

Lys Gly Tyr lie 
615 

Thr Ser Asn Phe 
630 

Val Val Asp Glu 
645 

Trp Thr Tyr Val 

Arg Ser lie Arg 

680 



Asp Arg Asp Ala 
570 

Thr Arg Arg Leu 
585 

Phe Phe Ser Gin 

Pro Pro Tyr Lys 

620 

Asp Glu Glu Phe 
635 

Tyr Leu Ser Glu 
650 

Gly Asn Glu Gin 
665 



Lys Asp Leu Leu 
575 

Gly Tyr Asn Gly 
590 

Leu Ser Trp Lys 
605 

Pro Ala Val Ser 

Thr Arg Glu Lys 

640 

Ser Val Gin Lys 
655 

Leu Gly Ser Ser 
670 



□ 

<210> 46 
□ 

<211> 431 

n 

<212> PRT 
C 

<213> Rattus norvegicus 
□ 



□ 



<4 00> 4 6 _ 
□ 

Met Thr Val Lys Thr Glu Ala Ala Arg Ser Thr Leu Thr Tyr Ser Arg 

□ 

15 10 15 

□ 
□ 

Met Arg Gly Met Val Ala lie Leu lie Ala Phe Met Lys Gin Arg Arg 

□ 

20 25 30 

□ 
□ 

Met Gly Leu Asn Asp Phe lie Gin Lys Leu Ala Asn Asn Ser Tyr Ala 
□ 

35 40 45 

□ 
□ 

Cys Lys His Pro Glu Val Gin Ser Tyr Leu Lys lie Ser Gin Pro Gin 

□ 

50 55 60 

□ 
□ 

Glu Pro Glu Leu Met Asn Ala Asn Pro Ser Pro Pro Pro Ser Pro Ser 

□ 

65 70 75 80 

□ 

□ ■ 

Gin Gin lie Asn Leu Gly Pro Ser Ser Asn Pro His Ala Lys Pro Ser 

□ 

85 90 95 

□ 
□ 

Asp Phe His Phe Leu Lys Val lie Gly Lys Gly Ser Phe Gly Lys Val 

□ 

100 105 110 

□ 
0 

Leu Leu Ala Arg His Lys Ala Glu Glu Ala Phe Tyr Ala Val Lys Val 

□ 

115 120 125 

□ ' 
□ 

Leu Gin Lys Lys Ala lie Leu Lys Lys Lys Glu Glu Lys His lie Met 

□ 

130 135 140 

□ 
□ 

Ser Glu Arg Asn Val Leu Leu Lys Asn Val' Lys His Pro Phe Leu Val 

G 

145 150 155 160 

□ 



□ 

Gly Leu His Phe Ser Phe Gin Thr Ala Asp Lys Leu Tyr Phe Val Leu 

□ 

165 170 175 

□ 
□ 

Asp Tyr lie Asn Gly Gly Glu Leu Phe Tyr His Leu Gin Arg Glu Arg 
□ 

180 185 190 

□ 

Cys Phe Leu Glu Pro Arg Ala Arg Phe Tyr Ala Ala Glu He Ala Ser 

□ 

195 200 205 

□ 
□ 

Ala Leu Gly Tyr Leu His Ser Leu Asn He Val Tyr Arg Asp Leu Lys 

□ 

210 215 220 

□ 

□ 

Pro Glu Asn He Leu Leu Asp Ser Gin Gly His He Val Leu Thr Asp 

225 230 235 ' 240 

□ 

□ 

Phe Gly Leu Cys Lys Glu Asn He Glu His Asn Gly Thr Thr Ser Thr 

□ 

245 250 255 

□ 
□ 

Phe Cys Gly Thr Pro Glu Tyr Leu Ala Pro Glu Val Leu His Lys Gin 

260 ~ 265 270 

□ 
□ 

Pro Tyr Asp Arg Thr Val Asp Trp Trp Cys Leu Gly Ala Val Leu Tyr 

□ 

275 280 235 

D 

Glu Met Leu Tyr Gly Leu Pro Pro Phe Tyr Ser Arg Asn Thr Ala Glu 

□ 

290 295 300 

□ 

Met Tyr Asp Asn He Leu Asn Lys Pro Leu' Gin Leu Lys Pro Asn He 

305 310 ' 315 320 

D 



165 170 175 

G 
□ 

Leu Gin Lys Leu Asn Gly Thr Lys Gly lie Phe Lys Leu Phe Phe Thr 

u 

180 185 190 

□ 
□ 

Phe Gin Asp Glu Ala Ser Leu Tyr Phe Leu Leu Glu Tyr Ala Pro His 

□ 

195 200 205 

□ 



Gly Asp Phe Leu Gly Leu lie Lys Lys Tyr Gly Ser Leu Asn Glu Thr 

□ 

210 215 220 

□ 
0 

Cys Ala Arg Tyr Tyr Ala Ser Gin lie lie Asp Ala Val Asp Ser Leu 

Q 

225 230 235 240 

□ 

□ 

His Asn lie Gly lie lie His Arg Asp lie Lys Pro Glu Asn lie Leu 

□ 

245 250 255 



□ 

Leu Asp Lys Asn Met Lys Val Lys Leu Thr Asp Phe Gly Thr Ala Lys 

□ 

260 265 270 

O 
G 

lie Leu Pro Glu Glu Pro Ser Asn Thr Ala Asp Gly Lys Pro Tyr Phe 

□ 

275 280 285 

□ 
□ 

Asp Leu Tyr Ala Lys Ser Lys Ser Phe Val Gly Thr Ala Glu Tyr Val 
290 . 295 300 

□ 
n 

Ser Pro Glu Leu Leu Asn Asp Asn Tyr Thr Asp Ser Arg Cys Asp lie 

305 310 315 320 

n 

Trp Ala Phe Gly Cys lie Leu Tyr Gin Met Leu Ala Gly Lys Pro Pro 

p 



325 



330 



335 



□ 
□ 

Phe Lys Ala Ala Asn Glu Tyr Leu Thr Phe Gin Lys Val Met Lys lie 

□ 

340 345 350 

□ 
□ 

Gin Tyr Ala Phe Thr Aia Gly Phe Pro Gin lie Val Lys Asp Leu Val 
□ 

355 360 365 

□ 
□ 

Lys Lys Leu Leu Val Arg Asp Pro Asn Asp Arg Leu Thr lie Lys Gin 

□ 

370 375 380 

□ 
□ 

lie Lys Ala His Leu Phe Phe His Glu Val Asn Phe Glu Asp Gly Ser 
□ 

385 390 395 400 

□ 

□ 

Val Trp Asp Asp Asn Pro Pro Glu lie Gin Pro Tyr Lys lie Asn Ala 

□ 

405 410 415 

□ 
□ 

Glu Ala Met Lys Pro Leu Gin Lys Val Ser Glu Ser Asp Thr Thr Val 

D 

420 425 430 

□ 



Lys Met Ala Asn Leu Gin Leu Ala Gly Asn Gly His Ala Asp Thr Pro 

□ 

435 440 445 

D 



Leu Gin Ala Pro Ala Ala Thr Ser Gin Glu His Ser Val lie Ser Met 
□ 

450 455 460 

G 
□ 

Thr Ala Ala Thr Ala Ala Phe Asn Lys Asp Tyr Thr Ser Gin Pro Lys 

n 

465 470 475 480 



Leu Gly Ser Lys Ser 'Ser Thr Ser Val Arg Ser Ala Ser Asn Asn Thr 

D 



□ 
□ 

Asp Arg Glu 

□ 

□ 
□ 

Ser Ser Pro 

□ 

515 

□ 
D 

Arg Ser Ser 

□ 

530 

□ 
□ 

Arg Val Leu 

□ 

545 

G 

□ 

Asd Ser Pro 
□ 

□ 

□ 

Leu Asp lie 

D 



□ 

Met Phe Leu 

D 

595 

□ 



Arg Ser Leu 

G 

610 



G 

Leu Glu Leu 

n 

625 



Leu Glu lie 



485 

Val lie Gin 
500 

Ser lie Ser 

Asp Ala Phe 

Leu Met Lys 
550 

Val Gly Leu 
565 

Glu Pro Pro 
580 

lie Thr Asn 

Ser Met Trp 

Asn Asp Val 
630 

Asp Gly Ser 



Lys Lys Val 
505 

Thr Thr Ser 
520 

Trp Ser Arg 
535 

Glu Val Ala 

Glu Asn Val 

Thr Asp Ser 
585 

Leu Gly Arg 
600 

Glu Glu Gin 
615 

Glu Lys lie 
Arg Thr lie 



490 

Ser Lys Asn 
Arg Gly Lys 

Tyr Leu Gin 
540 

Leu Ser Thr 
555 

Ala Leu Asp 
570 

Ala Gly Lys 

Ala Leu Val 

Glu Phe Glu 
620 

Arg Phe lie 
635 

Phe lie Gly 



495 

Arg Ala Ser Val 
510 

Asp Asn Arg Ser 
525 

Asn Met Asp Glu 

Arg Asn Leu Glu 

560 

Tyr Lys Asn Pro 
575 

Phe Tyr Lys Lys 
590 

Phe Val Lys Arg 
605 

Leu Gin Phe Glu 

Ser Asp Gin Val 

640 

Cys Lys Glu Arg 



645 650 655 



□ 






























□ 

Ala 

□ 

□ 


Val Leu 


Met 
660 


Lys 


Leu 


Trp 


Lys 


Leu 
665 


He 


His 


Asn 


Gly 


Met 
670 


Thr 


Ala 


□ 

Lys 
□ 

□ 


Pro Lys 
675 


Val 


Val 


Ser 


Pro 


Lys 
680 


Ser 


Asp 


His 


Lys 


Met 
685 


Phe 


Asp 


Lys 


□ 

Phe 

□ 

□ 


He Leu 
690 


Gin 


Lys 


Arg 


Gin 
695 


Asn 


Thr 


Lys 


Lys 


Lys 
700 


Asn 


Gin 


Ala 


Pro 


□ ■ 
Pro 
□ 

705 

□ 


Val Pro 


Gin 


Ser 


Asn 
710 


Arg 


Leu 


He 


Asn 


Gly 
715 


Leu 


Pro 


Asp 


Arg 


Cys 
720 


□ 

He 

□ 

□ 


Leu Lys 


Thr 


Pro 
725 


Glu 


Glu 


Gly 


Ala 


Leu 
730 


His 


Thr 


Lys 


Arg 


Pro 
735 


Thr 


□ 

Ser 

□ 

□ 


Leu Gin 


Thr 
740 


Arg 


Ser 


Ser 


Ser 


Asn 
745 


Tyr 


Ser 


Lys 


Leu 


Leu 
750 


Ala 


Arg 


□ 

Car 

□ 

□ 


Thr Gin 
755 


Met 


Ara 


Lvs 

J— i jr w 


Asn. 


Met 
760 


Thr 


Arg 


Thr 


Asp 


Glu 
765 


Lvs 

2 






D 






























□ 

<210> 48 




























t_j 

<211> 592 
D 

<212> PRT 

G 

<213> Schi zosaccharomyces pombe 



















D 
□ 

<400> 48 
D 



Met Arg Asn Thr His Asn Pro Asn Glu Thr Glu Ala Ser Glu Asp Ala 
□ 

1 5 10' 15 

□ 
□ 

Glu Asn Asp Thr Gin Ser, Glu Ser Asp Leu Ser Phe Asp His Gly Ser 

□ 

20 25 30 

□ 
□ 

Ser Glu Lys Leu Asn Arg Ala Ser Leu Pro Lys Thr Gin Asn Ser Ala 

□ 

35 40 45 

□ 

Cl- 
He Pro Gin Ser Asn Ala Leu Asn Thr Thr Pro Asn Glu Ser Thr Ser 

□ 

50 55 60 

□ 

□ 

Gin lie Asp Ser Ser Pro Lys lie Pro Ser Ala Val Pro His lie Ser 

□ 

65 70 75 80 

□ 
□ 

Thr Pro Asn Pro Ser Ser Gly Ala Ser Thr Pro Asn lie Lys Arg Val 

□ 

85 90 95 

□ 
□ 

Ser Asp Phe Lys Phe Gly Glu lie Leu Gly Glu Gly Ser Tyr Ser Thr 

□ 

100 105 110 

□ 
□ 

Val Leu Thr Ala Thr Glu Asn Ser Thr Lys Arg Glu Tyr Ala lie Lys 

□ 

115 120 125 

D 
□ 

Val Leu Asp Lys Arg His lie lie Lys Glu Lys Lys Glu Lys Tyr Val 

□ 

130 135 140 

D 
n 

Asn He Glu Lys Glu Ala Leu Cys He Leu Ser Lys His Pro Gly Phe 

□ 

145 150 , 155 160 

D 

n 



lie Lys Leu Phe Tyr Thr Phe Gin Asp Ala His Asn Leu Tyr Phe Val 

□ 

165 170 175 

□ 
□ 

Leu Ser Leu Ala Arg Asn Gly Glu Leu Leu Asp Tyr lie Asn Lys Leu 

□ 

180 185 190 

□ 
□ 

Gly Arg Phe Asn Glu lie Cys Ala Gin Tyr Tyr Ala Ala Leu lie Val 

□ 

195 200 205 

□ 
□ 

Asp Ser lie Asp Tyr Met His Gly Arg Gly Val lie His Arg Asp Leu 

□ 

210 215 220 

□ 
□ 

Lys Pro Glu Asn lie Leu Leu Asp Asp Asn Met Arg Thr Lys lie Thr 

□ 

225 230 235 240 



□ 

Asp Phe Gly Ser Ala Lys lie Leu Asn Ser Ser His Gly Ser His Glu 
□ 

245 250 255 

□ 
□ 

Glu Asp Thr His His Ala Asp Lys Pro Gin Ala His Ser Arg Ser Phe 

□ 

260 265 270 

□ 
□ 

Val Gly Thr Ala Arg Tyr Val Ser Pro Glu Val Leu Ser Asp Lys lie 

□ 

275 280 285 

□ 
□ 

Ala Gly Thr Ala Ser Asp lie Trp Ala Phe Gly Cys lie Leu Phe Gin 

D 

290 295 300 

D 
□ 

Met Leu Ala Gly Lys Pro Pro Phe Val Ala Gly Asn Glu Tyr Leu Thr 

□ 

305 310 '315 320 



Phe Gin Ser lie Leu His Leu Ser Tyr Glu lie Pro Pro Asp lie Ser 
□ 

325 330 335 

O 
□ 

Asp Val Ala Ser Asp Leu lie Lys Lys Leu Leu Val Leu Asp Pro Lys 

D 

340 345 350 

□ 
□ 

Asp Arg Leu Thr Val Asp Glu lie His Gin His Pro Phe Phe Asn Gly 
□ 

355 360 365 

□ 
□ 

lie Lys Phe Asp Asn Thr Leu Trp Glu Leu Pro Pro Pro Arg Leu Lys 

□ 

370 ■ 375 380 

□ 
□ 

Pro Phe Gly His Thr Ser Val Leu Ser Leu Ser Val Pro Asn Ala Ser 
□ 

385 390 395 400 

O 

□ 

Asn Lys His Glu Asn Gly Asp Leu Thr Ser Pro Leu Gly Val Pro Ser 
□ 

405 410 415 

□ 
□ 

Met Val Ser Ala Ser Thr Asn Ala Ala Pro Ser Pro Val Gly Thr Phe 

□ 

420 425 430 

O 

□ 

Asn Arg Gly Thr Leu Leu Pro Cys Gin Ser Asn Leu Glu Glu Glu Asn 
O 

435 440 445 

□ 
O 

Lys Glu Trp Ser Ser lie Leu Gin Asp Asp Glu Lys lie Ser Lys lie 

□ 

450 455 460, 

□ 
□ 

Gly Thr Leu Asn Val Tyr Ser Met Ser Gly lie Asn Gly Asn Asp Ala 

□ 

465 470 '475 480 

Q 

□ 



Phe Arg Phe Phe Ser Ser Leu Phe Arg Lys Arg Lys Pro Arg Thr Phe 
□ 

485 490 495 

□ 
O 

lie Leu Thr Asn Phe Gly Arg Tyr Leu Cys Val Ala Ser Asp Gly Glu 

□ 

500 505 510 

□ 
□ 

Gly Arg Lys Thr Val Lys Glu Glu lie Pro lie Lys Ser Val Gly Met 

□ 

515 - 520 525 

□ 

Arg Cys Arg Met Val Lys Asn Asn Glu His Gly Trp Val Val Glu Thr 

□ 

530 535 540 

□ 
□ 

Pro Thr Lys Ser Trp Ser Phe Glu Asp Pro Asn Gly Pro Ala Ser Ala 

□ 

545 550 555 560 

□ 

□ 

Trp Val Glu Leu Leu Asp Lys Ala Ser Ser lie Ser Leu Pro Phe Gly 
□ 

565 570 575 

□ 
□ 

Asn His Ser Val Thr Ser Phe Ser Arg Ser lie Ala Arg Ser Ala Val 

□ 

580 585 590 

□ 
O 

□ 
n 



□ 

<210> 49 

□ 

<211> 420 

<212> PRT 

□ 

<213> Schizosaccharomyces pombe 

n 



□ 



<400> 49 

□ 

Met Asp Leu Glu His Lys Arg lie Ser Arg Ser Thr Leu Pro Asp Tyr 
□ 

1 5 10 15 

□ 
□ 

Ala Asp Pro Asp Tyr Phe Glu Ala Arg Gly Glu Arg Asn Pro Val Lys 

□ 

20 25 30 

□ 
□ 

Pro Gin Ser Ser Asn Val Val Pro Gly Thr Ser His lie Gly Ser lie 

□ 

35 40 45 

□ 
□ 

Lys Ser Pro Ala Asp Tyr Val Phe Gly Asp lie lie Gly Asp Gly Ser 

□ 

50 55 60 

□ 
□ 

Phe Ser Lys Val Arg Arg Ala Thr Asp Lys Lys Ser Trp Lys Glu Tyr 

□ 

65 70 75 80 

□ 
□ 

Ala lie Lys Val Leu Asp Lys Lys Tyr lie Val Lys Glu Asn Lys Val 

□ 

85 90 95 

O 
□ 

Lys Tyr Val Asn lie Glu Arg Asp Ser Met Met Arg Leu Asn Gly Phe 
□ 

100 105 110 

□ 
Q 

Pro Gly lie Ser Arg Leu Phe His Thr Phe Gin Asp Asp Leu Lys Leu 

G 

115 120 125 

C 



Tyr Tyr Val Leu Glu Leu Ala Pro Asn Gly Glu Leu Leu Gin Tyr lie 



! . 



u 



130 



135 



140 



D 

Lys Lys Tyr Arg Phe Leu Asp Glu Asn Cys'Val Arg Phe Tyr Ala Ala 

ri 

145 150 155 160 

n 



Glu lie Leu Ser 

□ 

□ 
□ 

Arg Asp Leu Lys 
□ 

180 

□ 
□ 

Lys lie Thr Asp 

□ 

195 

□ 
□ 

Asn Ser Pro Asp 

□ 

210 

□ 
□ 

Glu Tyr Val Ala 

□ 

225 

□ 

□ 

Ser Asp Leu Trp 

□ 

□ 
□ 

Ser Pro Pro Phe 

□ 

260 

□ 
□ 

Met Ser Leu Glu 

□ 

275 

□ 
□ 

Pro Leu Phe 

□ 

290 

□ 
□ 

Thr Gin Gin 
□ 

305 



Ser lie Glu Tyr Met 
165 

Pro Glu Asn lie Leu 

185 

Phe Gly Thr Ala 

200 

Tyr Thr Thr Phe 
215 

Pro Glu Leu Leu 
230 

Ala Phe Ala Cys 
245 

His Gly Ser Asn 

Tyr Glu Leu Pro 

280 

er His Leu Phe Arg 

295 

lie Lys Gin Phe Pro 
310 



His Ser Cys 
170 

Phe Asp Gly 

Lys lie Leu Pro 

Pro Ser Ser Phe 

220 

Ser Arg Gin Val 
235 

Val Val Tyr Gin 
250 

Pro Asn Asn lie 
265 

Lys Leu Leu Pro 

lie Gin Pro Ser 

300 

Phe Phe^ Ala Thr 
315 



Gly He He His 
175 

Asn Met His Val 
190 

Pro Lys Tyr Val 
205 

Val Gly Thr Ala 

Val Ser Lys Ser 

240 

Met He Val Gly 
255 

Phe Lys Lys He 
270 

Pro Asd He Val 
285 

Asp Arg Ser Thr 

He Thr Trp Asp 

320 



o 

Asn Leu Trp Thr Gin Asp Pro Pro Pro Met Gin Ser Phe Arg Pro Asn 

□ 

325 330 335 

□ 
□ 

Tyr Asn lie Ala lie Pro Asn Ala Pro Ala Tyr Tyr Arg Ser Asn Val 

□ 

340 345 350 

□ 

» 

□ 

Thr Ala Ala Ala Ala Ala Asn Ala Ala Ala Ala Phe Ala Ser Ala Ser 

□ 

355 360 365 

□ 
□ 

lie Val Lys His Gin Glu Thr Ala Arg Arg Gin Glu Leu Pro Thr Val 

□ 

370 375 380 

□ 
□ 

Asn Arg Phe Thr Ala Pro Thr Ala His Tyr Gly Tyr Ala Ser Leu Arg 

□ 

385 390 395 400 

□ 

□ 

Ser His Gin Met Pro Val Asp Arg Leu Tyr Tyr Lys Leu Val Pro Ser 

□ 

405 410 415 

□ 
0 

Ser Glu Ser lie 

□ 

420 

□ 
□ 
0 

<210> 50 

□ 

<211> 491 

□ 

<212> PRT 
□ 

•<213> Unknown 
□ 

□ 

<220> 
n 

<223> Description of Unknown Organism: plant 
O 



□ 

<400> 50 
□ 

Met Leu Ala Met Glu Lys Glu Phe Asp Ser Lys Leu Val Leu Gin Gly 

□ 

15 10 15 

□ 
□ 

Asn Ser Ser Asn Gly Ala Asn Val Ser Arg Ser Lys Ser Phe Ser Phe 

□ 

20 25 30 

□ 
□ 

Lys Ala Pro Gin Glu Asn Phe Thr Ser His Asp Phe Glu Phe Gly Lys 
□ 

35 40 45 

□ 
□ 

lie Tyr Gly Val Gly Ser Tyr Ser Lys Val Val Arg Ala Lys Lys Lys 

□ 

50 55 60 

□ 
□ 

Glu Thr Gly Thr Val Tyr Ala Leu Lys lie Met Asp Lys Lys Phe lie 

□ 

65 70 75 80 

□ 
□ 

Thr Lys Glu Asn Lys Thr Ala Tyr Val Lys Leu Glu Arg lie Val Leu 

□ 

85 90 95 



□ 

Asp Gin Leu Glu His Pro Gly lie -lie Lys Leu Tyr Phe Thr Phe Gin 

□ 

100 105 110 

□ 
□ 

Asp Thr Ser Ser Leu Tyr Met Ala Leu Glu Ser Cys Glu Gly Gly Glu 

u 

115 120 125 

□ 
□ 

Leu Phe Asp Gin lie Thr Arg Lys Gly Arg Leu Ser Glu Asp Glu Ala 

n 



130 



135 



140 



□ 



□ 

Arg Phe Tyr- Thr Ala Glu Val Val Asp Ala Leu Glu Tyr lie His Ser 

D 



145 

□ 



150 



155 



160 



□ 

Met Gly Leu lie His Arg Asp lie Lys Pro Glu Asn Leu Leu Leu Thr 
□ 

165 170 175 

□ 
□ 

Ser Asp Gly His lie Lys lie Ala Asp Phe Gly Ser Val Lys Pro Met 

□ 

180 185 190 

□ 
□ 

Gin Asp Ser Gin lie Thr Val Leu Pro Asn Ala Ala Ser Asp Asp Lys 
□ 

195 200 205 

□ 



Ala Cys Thr Phe Val Gly Thr Ala Ala Tyr Val Pro Pro Glu Val Leu 

□ 

210 215 220 

□ 
□ 

Asn Ser Ser Pro Ala Thr Phe Gly Asn Asp Leu Trp Ala Leu Gly Cys 

□ 

225 230 235 240 

□ 

□ 

Thr Leu Tyr Gin Met Leu Ser Gly Thr Ser Pro Phe Lys Asp Ala Ser 

□ 

245 250 255 

□ 
□ 

Glu Trp Leu lie Phe Gin Arg lie lie Ala Arg Asp lie Lys Phe Pro 

□ 

260 265 270 

□ 



Asn His Phe Ser Glu Ala Ala Arg Asp Leu lie Asp Arg Leu Leu Asp 

G 

275 280 . 285 

□ 
□ 

Thr Glu Pro Ser Arg Arg Pro Gly Ala Gly Ser Glu Gly Tyr. Val Ala 
D 

290 295 300 

□ 



u 



Leu Lys Arg His Pro Phe Phe Asn Gly Val Asp Trp Lys Asp Leu Arg 
□ 



305 
□ 



310 



315 



320 



□ 

Ser Gin Thr Pro Pro Lys Leu Ala Pro Asp Pro Ala Ser Gin Thr Ala 

D 

325 330 335 

□ 
D 

Ser Pro Glu Arg Asp Asp Thr His Gly Ser Pro Trp Asn Leu Thr His 
□ 

340 345 350 

0 
D 

lie Gly Asp Ser Leu Ala Thr Gin Asn Glu Gly His Ser Ala Pro Pro 

0 

355 360 365 

□ 
□ 

Thr Ser Ser Glu Ser Ser Gly Ser lie Thr Arg Leu Ala Ser lie Asp 

□ 

370 375 380 

□ 
□ 

Ser Phe Asp Ser Arg Trp Gin Gin Phe Leu Glu Pro Gly Glu Ser Val 
□ 

385 390 395 400 

□ 

□ 

Leu Met lie Ser Ala Val Lys Lys Leu Gin Lys lie Thr Ser Lys Lys 

□ 

405 410 415 

i — i 

c 

Val Gin Leu lie Leu Thr Asn Lys Pro Lys Leu lie Tyr Val Asp Pro 

□ 

420 425 430 

□ 
0 

Ser Lys Leu Val Val Lys Gly Asn lie lie Trp Ser Asp Asn Ser Asn 

□ 

435 440 445 

□ 
□ 

Asp Leu Asn Val Val Val Thr Ser Pro Ser His Phe Lys lie Cys Thr 

D 

450 455 460 



Pro Lys Lys Val Leu Ser Phe Glu Asp Ala Lys Gin Arg Ala Ser Val 

D 



465 470 475 480 

□ 

□ 

Trp Lys Lys Ala lie Glu Thr Leu Gin Asn Arg 

□ 

485 490 

□ 
□ 
□ 

<210> 51 
□ 

<211> 677 
□ 

<212> PRT 
□ 

<213> Saccharomyces cerevisiae 
□ 

□ 

<400> 51 

□ 

Met His Ser Trp Arg lie Ser Lys Phe Lys Leu Gly Arg Ser Lys Glu 

□ 

15 10 15 

□ 
□ 

Asp Asp Gly Ser Ser Glu Asp Glu Asn Glu Lys Ser Trp Gly Asn Gly 

□ 

20 25 30 

□ 
□ 

Leu Phe His Phe His His Gly Glu Lys His His Asp Gly Ser Pro Lys 

□ 

35 40 45 

□ 
□ 

Asn His Asn His Glu His Glu His His lie Arg Lys He Asn Thr Asn 

□ 

50 55 60 

□ 
□ 

Glu Thr Leu Pro Ser Ser Leu Ser Ser Pro Lys Leu Arg Asn Asp Ala 

□ 

65 70 75. 80 

n 



Ser Phe Lys Asn Pro Ser Gly He Gly Asn Asp Asn Ser Lys Ala Ser 

85 90- 95 



□ 



□ 



Glu Arg Lys Ala Ser Gin Ser Ser Thr Glu Thr Gin Gly Pro Ser Ser 
□ 

100 105 110 

□ 
□ 

Glu Ser Gly Leu Met Thr Val Lys Val Tyr Ser Gly Lys Asp Phe Thr 

□ 

115 ' 120 125 

□ 
□ 

Leu Pro Phe Pro lie Thr Ser Asn Ser Thr lie Leu Gin Lys Leu Leu 

□ 

130 135 140 

□ 
□ 

Ser Ser Gly lie Leu Thr Ser Ser Ser Asn Asp Ala Ser Glu Val Ala 

□ 

145 150 155 160 

□ 

□ 

Ala lie Met Arg Gin Leu Pro Arg Tyr Lys Arg Val Asp Gin Asp Ser 

□ 

165 170 175 

□ 
□ 

Ala Gly Glu Gly Leu He Asp Arg Ala Phe Ala Thr Lys Phe lie Pro 

□ 

180 185 190 

□ 
□ 

Ser Ser lie Leu Leu -Pro Gly Ser Thr Asn Ser Ser Pro Leu Leu Tyr 

□ 

195 200 205 

□ 
□ 

Phe Thr lie Glu Phe Asp Asn Ser lie Thr Thr lie Ser Pro Asp Met 

□ 

210 215 220 

□ 
□ 

Gly Thr Met Glu Gin Pro Val Phe Asn Lys lie Ser Thr Phe Asp Val 

□ 

225 230 235 240 

n 

n 

Thr Arg Lys Leu Arg Phe Leu Lys lie Asp Val Phe Ala Arg lie Pro 

□ 

245 250' 255 

□ 



Ser Leu Leu Leu 
□ 

260 

□ 
□ 

Asp Glu Val Leu 
□ 

275 

□ 
□ 

lie His Leu Asp 

□ 

290 

□ 
□ 

Ala Ala Gin lie 

□ 

305 

□ 

□ 

Gly Tyr Gly Lys 

□ 

□ 
□ 

Lys Pro Leu Ser 

□ 

340 

□ 



Gly Ser Phe Gly 

D 

355 

□ 
□ 

lie Tyr Ala Leu 

□ 

370 

□ 
G 

Glu Val Thr His 

Q 

385 

n 

n 

Cys Pro Phe lie 



Pro Ser Lys Asn 

Lys Glu lie Leu 

280 

Ser Phe His Leu 
295 

Arg Leu Tyr Asn 
310 

Leu Asn lie Thr 
325 

lie Asp Asp Phe 

Lys Val Met Gin 

360 

Lys Ala Leu Arg 
375 

Thr Leu Ala Glu 
390 

Val Pro Leu Lys 
405 



Trp Gin Gin Glu 
265 

Lys Lys lie Asn 

Pro Leu Asn Leu 

300 

His His Trp lie 
315 

Val Asp Tyr Lys 
330 

Asp Leu Leu Lys 
345 

Val Arg Lys Lys 

Lys Ala Tyr lie 

380 

Arg Thr Val Leu 
395 

Phe Ser Phe Gin 
410' 



He Gly Glu Gin 
270 

Thr Asn Gin Asp 
285 

Lys He Asp Ser 

Ser Leu Glu Arg 

320 

Pro Ser Lys Asn 
335 

Val He Gly Lys 
350 

Asp Thr Gin Lys 
365 

Val Ser Lys Cys 

Ala Arg Val Asp 

400 

Ser Pro Glu Lys 
415 



Leu Tyr Leu Val Leu Ala Phe He Asn Gly Gly Glu Leu Phe Tyr His 

420 425 



□ 
□ 



430 



□ 
L 
□ 

□ 



Leu Gin His Glu Gly Arg Phe Ser Leu Ala Arg Ser Arg Phe Tyr He 
435 440 



445 



□ 



Ala Glu Leu Leu Cys Ala Leu Asp Ser Leu His Lys Leu Asp Val II. 



□ 



□ 



450 



455 



460 



Tyr Arg Asp Leu Lys Pro Glu Asn He Leu Leu 



4 65 

O 



470 



Asp Tyr Gin Gly His 
47 5 480 



□ 
I 

□ 

□ 



lie Ala Leu Cys Asp Phe Gly Leu Cys Lys Leu Asn Met Lys Asp Asn 

485 490 



4 95 



□ 

Asp Lys Thr Asp Thr Phe Cys Gly Thr Pro Glu Tyr Leu Ala Pro Glu 



500 



□ 



□ 



505 



510 



lie Leu Leu Gly Gin Gly Tyr Thr Lys Thr Val Asp Trp Trp Thr Leu 



515 



520 



525 



□ 



Gly He Leu Leu Tyr Glu Met .Met Thr Gly Leu Pro Pro Tyr Tyr Asp 



□ 



530 



535 



540 



Glu Asn Val Pro Val Met Tyr Lys Lys lie Leu Gin Gin Pro Leu Leu 

550 555 



G 

545 
□ 



560 



n 



Phe Pro Asp Gly Phe Asp Pro Ala Ala Lys Asp Leu Leu He Gly Leu 

565 570 575 



n 



r 



Leu Ser Arg Asp Pro Ser Arg Arg Leu Gly Val Asn Gly Thr Asp Glu 
□ 

580 585 590 

□ 
□ 

lie Arg Asn His Pro Phe Phe Lys Asp lie Ser Trp Lys Lys Leu Leu 

□ 

595 600 605 

□ 
□ 

Leu Lys Gly Tyr lie Pro Pro Tyr Lys Pro lie Val Lys Ser Glu lie 

□ 

610 615 620 

n 
□ 

Asp Thr Ala Asn Phe Asp Gin Glu Phe Thr Lys Glu Lys Pro lie Asp 

□ 

625 630 635 640 

□ 

□ 

Ser Val Val Asp Glu Tyr Leu Ser Ala Ser lie Gin Lys Gin Phe Gly 

□ 

645 650 655 

□ 
□ 

Gly Trp Thr Tyr lie Gly Asp Glu Gin Leu Gly Asp Ser Pro Ser Gin 

□ 

660 665 670 

□ 
□ 

Gly Arg Ser lie Ser 

□ 

675 

O 
□ 
□ 

<210> 52 

□ 

<211> 17 

□ 

<212> PRT 

□ 

<213> Artificial Sequence 



□ 

<220> 

□ 

<223> Description of Artificial Sequence: peptide 

G 

□ 



<400> 52 
□ 

Gly Ala Thr Met Lys Thr Phe Cys Gly Thr Pro Glu Tyr Leu Ala Pro 

□ 

1 '5 10 15 

□ 



□ 

Glu 

□ 



□ 



□ 



□ 

<210> 53 
□ 

<211> 9 
□ 

<212> PRT 
O 

<213> Artificial Sequence 

D 



□ 

<220> 

□ 

<223> Description of Artificial Sequence : peptide 
□ 



□ 

<400> 53 
□ 

Phe Pro Gin Phe Ser Tyr Ser Ala Ser 

□ 

1 5 

□ 



□ 

<210> 54 
□ 

<211> 17 

□ 

<212> PRT 
□ 

<213> Artificial Sequence 

□ 



□ 

<220> 

u 

<223> Description of Artificial Sequence : peptide 

Q 

r 

t i 

<400> 54 

□ 



Asn Ser Thr Thr Ser Thr Phe Cys 

□ 

1 5 

□ 

□ 

Glu 

□ 

□ 
□ 
□ 

<210> 55 
□ 

<211> 9 

□ 

<212> PRT 
□ 

<213> Artificial Sequence 

□ 

□ 

<220> 
□ 

<223> Description of Artificial 

0 

□ 

<400> 55 

□ 

Phe Leu Gly Phe Ser Tyr Ala Pro 

0 

1 5 

□ 
□ 
□ 

<210> 56 

□ 

<211> 17 

□ 

<212> PRT 

□ 

<213> Artificial Sequence 

□ 

□ 

<220> 
□ 

<223> Description of Artificial 

D 

D 

<400> 56 
□ 

Gly Thr Val Thr His Thr Phe Cys 

G 



Gly Thr Pro Glu Tyr Leu Ala Pro 
10 15 



Sequence : peptide 
Pro 



Sequence : peptide 

Gly Thr lie Glu Tyr Met Ala Pro 



1 

□ 



5 



10 



□ 

Glu 

□ 

□ 
□ 
□ 

<210> 57 
□ 

<211> 9 

□ 

<212> PRT 
□ 

<213> Artificial Sequence 

□ 

□ 

<220> 

O 

<223> Description of Artificial Sequence : peptide 
0 

□ 

<400> 57 
□ 

Phe Leu Gly Phe Thr Tyr Val Ala Pro 

□ 

1 5 

□ 
□ 
G 

<210> 58 

□ 

<211> 17 

□ 

<212> PRT 

□ 

<213> Artificial Sequence 

□ 

□ 

<220> 
G 

<223> Description of Artificial Sequence : peptide 

G 



<400> 58 

n 

Asp Ala Lys Thr Asn Thr Phe Cys Gly Thr, Pro Asp Ty 

G 

15 10 



f 



□ 

Glu 
□ 

□ 
□ 

□ 

<210> 59 

□ 

<211> 9 
□ 

<212> PRT 

□ 

<213> Artificial Sequence 

□ 

□ 

<220> 
□ 

<223> Description of Artificial Sequence : peptide 

□ 

□ 

<400> 59 

□ 

Phe Arg Asn Phe Ser Phe Met Asn Pro 

a 

1 5 

□ 
□ 

□ 

<210> 60 
□ 

<211> 17 

□ 

<212> PRT 
□ 

<213> Artificial Sequence 

D 



<220> 

<223> Description of Artificial Sequence : peptide 

D 

□ 

<400> 60 
□ 

Asp Asp Lys Thr Asp Thr Phe Cys Gly Thr Pro Glu Tyr Leu Ala Pro 
1 5 10, 15 



G 



Glu . 
□ 



u 
□ 

<210> 61 
□ 

<211> 8 

□ 

<212> PRT 

□ 

<213> Artificial Sequence 

□ 

□ 

<220> 
0 

<223> Description of Artificial Sequence : peptide 
□ 

□ 

<400> 61 

0 

Phe Gly Gly Trp Thr Tyr Val Gly 

□ 

1 5 

□ 
□ 
□ 

<210> 62 

□ 

<211> 17 

0 

<212> PRT 

0 

<213> Artificial Sequence 

□ 

□ 

<220> 
0 

<223> Description of Artificial Sequence : peptide 

□ 

□ 

<400> 62 

n 

Asn Asp Lys Thr Asp Thr Phe Cys Gly Thr Pro Glu Tyr Leu Ala Pro 

r - , 

1 5 10 15 

□ 
n 

Glu 

□ 



□ 
□ 
□ 

<210> 63 
□ 

<211> 8 
□ 

<212> PRT 
□ 

<213> Artificial Sequence 
□ 

□ 

<220> 
□ 

<223> Description of Artificial Sequence : peptide 
□ 

□ 

<400> 63 
□ 

Phe Gly Gly Trp Thr Tyr lie Gly 

□ 

1 .5 

□ 
□ 
□ 

<210> 64 
□ 

<211> 17 

□ 

<212> PRT 
□ 

<213> Artificial. Sequence 
□ 

0 

<220> 
□ 

<223> Description of Artificial Sequence : peptide 
□ 

□ 

<400> 64 

□ 

Gly Asn Arg Thr Ser Thr Phe Cys Gly Thr Pro Glu Phe Met Ala Pro 

□ 

15 10 15 



Glu 



□ 



